The data represents the diversity and distribution of fungal communities in Kongsfjorden, Arctic. The metagenomic DNA analysis was performed using next generation sequencing technology (Illumina MiSeq). Sequence data from amplified internal transcribed spacers (ITS) 2 region with fungal-specific primers exposed 83,417 sequences belonging to 7 operational taxonomic units (OTUs). Five of these OTUs belonged to Ascomycota, and one each to Basidiomycota and unclassified group. Aspergillus, Candida, Emericella and Nakaseomyces were the different genera identified and they belonged to the fungal orders Helotiales, Eurotiales and Saccharomycetales.
a b s t r a c t
The data represents the diversity and distribution of fungal communities in Kongsfjorden, Arctic. The metagenomic DNA analysis was performed using next generation sequencing technology (Illumina MiSeq). Sequence data from amplified internal transcribed spacers (ITS) 2 region with fungal-specific primers exposed 83,417 sequences belonging to 7 operational taxonomic units (OTUs). Five of these OTUs belonged to Ascomycota, and one each to Basidiomycota and unclassified group. Aspergillus, Candida, Emericella and Nakaseomyces were the different genera identified and they belonged to the fungal orders Helotiales, Eurotiales and Saccharomycetales. 
Value of the data
The data provides valuable information of the diversity of fungal communities in the marine sediment of Kongsfjorden, Arctic.
This metagenome data will be useful for the study and comparison of fungal communities across the Arctic.
Profiling of fungal communities using Illumina technology provides a cost effective and an efficient in depth sequencing.
The fungal metagenomic data exposes Arctic ecosystem as a potential source for bioprospecting novel extremozymes with industrial application.
Direct link to deposited data
Deposited data can be found here: https://www.ncbi.nlm.nih.gov/sra/?term¼ SRP152688.
Data
The data article explores the diversity of fungal communities in the sediments from Kongsfjorden, Arctic by using high throughput sequencing.
The preliminary sequencing of raw data has revealed 166,834 sequences with an average base pair length of 250. After quality optimization of data, 80,644 sequences were filtered from raw data. A total of seven fungal OTUs was identified and classified. These seven OTUs spanned 3 phyla, 4 classes, 4 orders, 5 families, 5 genera and 5 species. Ascomycota was the dominant phylum identified followed by Basidiomycota and unknown fungi. Aspergillus (99.57%) was the dominant genus among the 5 genera followed by unknown fungi (0.30%), Candida (0.10%), Emericella (0.03%) and Nakaseomyces. The most abundant species identified were Aspergillus versicolor, Candida humilis, Emericella nidulans, Candida glabrata and unknown spp. (Fig. 1) . This is the first report on fungal diversity from the Arctic region using NGS technology based on Illumina sequencing approach.
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